This research topic "Novel Targets and Biomarkers in Solid Tumors" consists of 29 articles contributed by more than 245 authors in the fields of cancer pharmacology and therapeutics. The topic collects the most relevant research in fast emerging areas of clinical molecular diagnostics, drug development, and targeting diverse signaling pathways involved in tumorigenesis and development. Our aim was to generate a collaborative discussion contributing to the future direction of pharmaceutical drug development and therapeutic options.
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Transcription factors, tyrosine kinase receptors, and enzymes are closely related to tumor cell growth, proliferation, apoptosis, invasion, and metastasis. Vendrell et al. indicated that overexpression of the ZNF217 transcription factor was predictive of clinical response to neoadjuvant endocrine therapy (ET) in postmenopausal ER-positive (ER+) breast cancer patients. Supporting Vendrell's group observations, Cohen et al. found that the expression of ZNF217 was predictive of the Oncotype DX ® (ODX) Recurrence Score in ER+ breast cancers. Liu et al. provided evidence that high expression of the transcription factor SOX2 was associated with shorter overall survival and disease-free survival in patients with triple-negative breast cancer (TNBC), and inhibition of SOX2 could be a potential therapeutic strategy for TNBC. Saby et al. highlighted the relevance of low expression of DDR1, a tyrosine kinase receptor activated by collagen in the aggressiveness and the prognosis of breast carcinoma. Bilal et al. clarified that SMS1 downregulation is associated with sphingolipid metabolism reprogramming, occurs frequently in melanoma, and constitutes a poor prognosis biomarker in metastatic melanoma. Salemi et al. examined the level of MMP-9 and circulating-free DNA BRAFV600E mutations and found that they were associated with poor prognosis. Furthermore, MMP-9 might represent a promising indicator of response to BRAF inhibitors in combination with the detection of BRAFV600E mutation. Wang et al. investigated the hematological biomarkers with regard to tumor grades, IDH, age, and sex in 706 patients with gliomas. Luo et al. provided a review focusing on molecular and histological findings in hereditary diffuse gastric cancer (HDGC) syndrome and their implications for the management of CDH1 mutation carriers and the diagnosis and treatment of HDGC. Taken together, these mechanistic-based biomarkers in tumor samples might be able to predict clinical outcome, holding great promise in clinical application.
The discovery of miRNAs and LncRNAs is propelling the future advancement of biomarker development, and they also play critical roles in tumorigenesis. Lu et al. found that miR-181a is overexpressed in gastric cancer tissues and directly inhibits caprin-1 and promotes gastric cancer development. He et al. explored the miR-26-induced apoptosis and inhibited autophagy in human non-small cell lung cancer (NSCLC) cells through the TGF-β1-JNK signaling pathway, suggesting that miR-26 could be a potential novel target for the treatment of NSCLC. Wang et al. demonstrated that miR-3188 interacted with mTOR and FOXO1 to inhibit NSCLC cell proliferation through the mTOR-p-PI3K/ AKT-c-JUN signaling pathway. Therefore, miR-3188 might be a potential target for the treatment of NSCLC. Dong et al. In conclusion, the "Novel Targets and Biomarkers in Solid Tumors" research topic highlights the importance of developing novel targets and biomarkers for cancer diagnosis and therapy.
